Eriocheir sinensis molt-associated receptor (MAR) exon-intron structure. mRNA sequences corresponding to the Es-MARs were aligned against genomic DNA to estimate the exon-intron structure. Exons are shown by green bars and introns by grey bars. The coding-DNA sequence (CDS) is shown below the exons with predicted DNA-binding domains (DBD) in red and ligand-binding domains (LBD) in purple, showing the relationship between splice junctions and protein sequence. The striped red bars upstream of the exons show a short length of sequence which did not align to the genome. All bars are drawn with sequence length scaled along the x-axis, with the exception of one intron for which the length is shown. Scaffold IDs correspond to the E. sinensis genome [18] Fig. 6 P. ornatus nuclear receptor gene expression and predicted domain structure Gene expression measured by RLE is plotted for 12 nuclear receptors throughout the 12 developmental stages sampled, covering three phyllosoma molts (grey dashed vertical lines) and the phyllosoma and puerulus metamorphoses (red dashed vertical lines). The scale bar above the expression plots shows time in days, drawing attention to the higher temporal resolution during the pre-metamorphic 11.2 stage. The solid black circles above this scale bar denote sampling events. Each level of the plot represents the relative expression of a nuclear receptor, measured as mean RLE (n = 3), normalized to the maximum expression of each gene (black area plots). The grey area plot stacked on top shows the standard error. The absolute expression level in RLE is shown as a log-scaled blue column on the right-hand edge of each expression plot; the first level includes a scale bar which applies to all levels. The corresponding protein domain structure is shown to the right of each expression plot level, as predicted by NCBI's CD-search tool. Box A draws attention to a series of nuclear receptors which express prior to the phyllosoma metamorphosis and box B highlights those which express prior to the puerulus metamorphosis. Fig. 7 Comparison of molt-associated receptors' (MAR) expression in three decapod species. Expression data for MAR orthologs was obtained from previous transcriptome studies. The top panels show the distribution of MAR expression across tissues for S. verreauxi [4] and G. lateralis (unpublished data). The bottom panels show temporal expression for P. ornatus on the left (this study) and the G. lateralis Y-organ throughout the molt cycle on the right [16] . All expression is shown in relative units with the absolute maximum expression of each transcript shown on the plot. Standard error is shown for the plots in the bottom panels (n = 3). Note the use of log scale in the y-axis of the top-right panel
